QUERY FOLD

Non-globular all-alpha subunits of globular proteins a.137
Mulheme cycironce .33

pressor-like 343
GTPase am.vanon doman, GAP. 2116
~alpha superhelix 2118

Heme~ dependem peroxidases 2.93

rase-like a.127

Phospholiats A2, PLAS 5 135

Ipha/alpha toroid a.102

Serum albumin-ike a.126

tochrome ¢ 2.3

Avirus capsid protein alpha-helical domain a.115
Cytochrome P450 2104

Methyl-coenzyme M reductase alpha and beta chain C-terminal domain a.89
NA-

T
Cryptochromelphotolyase FAD-binding domain .99

Nuclear receptor coactivator interlocking domain a.153
Aldehyde ferredoxin oxidoreductase, C—terminal domains a.110
DNA repair protein MutS, domain lll a.113

Nuclear receptor ligand-binding domain .123

Globin-|

Di-copper centre~containing domain 2.86

Acid phosphatase/Vanadium-dependent haloperoxidase .11

GroEL equatorial domain-like chaperone equatorial domain 2129
Phospholipase C/P1 nuclease a.124
ke

Putative DNA-binding domain 2.6
Feriiization protein a.19
Left-handed superhelix 2.69
Doutle Gp-R molt 2174

An domain of class | thetases 2.9
'Domain of poly(ADP-ribose) polymerase aM

ulator of G-protein signaling, RGS et
Tenacychn repressor-like, C-terminal domain 2121
orismate mutase Il 2130

HMG-box a.21

istone-fold .22

IHF-like DNA-binding proteins a.55
Helix-loop-helix DNA-binding domain 2.38
FiS-like a.105

RNA polymerase sigma suounit 2112
DNA/RNA-binding 3-helical bundle 2.4

AM di ike
Retovira maiix pvmems a6t

a
Aettorminaton tact Nkl .70

Acyl-CoA binding protein-like a.
ido kinase N-terminal domain a.83
fembda represar-Ike DNA-binding domains .35
Hdomain a.77
LEM/SAP HeH motif a.140
‘$13-like H2TH domain 2,156

e o0

Imydomam oD a2
Aiaso Il endonuciéase calaic domain 149

Ribosomal protein S7 a.75

ABP domain-like a.144

RuvA C-terminal domain-like a5

Prtazoan pheromone proteins .10

x domain 2158

ADNA-biding domainn ey tvar\s:nphun factors a.37
3-helical bundle a.159

si \pepﬂde binding domain 2,36

O dehydrogenase ISP C-domain ike .56

Heme oxygenase a.132

Ferrtin-like .25

DBL homologydamain (H-dorrln) 867

Bromodomain-iike a.29

T reloal olines 420

‘Transducin (alpha subunit), insertion domain 2,66

i~cb like 2.48

Four-helical up-and~down bundle a.24

Retrovirus capsid protein, N-terminal core domain .73

DNA polymerase Il clamp loader subunits, C~terminal domain a.80
Apolipophorin-Iil 2,63

Open three-helical up-and-down bundle .23

of a sublass of class | synthetases .27
Glutathione S-transferase (GST), C~terminal domain a.45

lethionine synthase domain-ike 2.46

Bifunctional inhibitor/ipid-transfer protein/seed storage 25 albumin  a.52
Annexin a.65

Hemocyanin, N-terminal domain .85
ke a6

Saposin.

ERP29 C domain-like a.71
S15INS1 RNA binding domain a.16
ong alpha-hairpin

STAT-lke a.47

Spectin repeat-iike .7
Disulphide-bond formation faciltator (DSBA), insertion domain a.44
munoglobulinalbumin-binding domain-iike a8
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QUERY FOLD

6-bladed beta-propeller .68
7-bladed beta-propelier .69

4-bladed beta-propeler b.66

5-bladed beta-propeller .67

8-bladed beta-propeller b.70

Immunoglobulin-like beta~sandwich b.1

Common fold of diphtheria toxinftranscription factors/cytochrome f b2
Prealbumin-ike b3

G2 domain-like b7

Lipaseflipooxygenase domain (PLAT/LH2 domain) b.12
Hyaluronate yase~iike, C-terminal domain b.24
alpha-Amylases, C-terminal beta~sheet domain b.71
Phage tai proteins b.106

beta-clip .85

Double-stranded beta-helix b.82

Supersandwich .30

Virus attachment protein .21

Triple beta-spiral b.83

N-terminal domains of the minor coat protein g3p .37
Ribosomal protein L25-like b.53

Goncanavalin A-iike lectinsiglucanases b.29

‘Composite domain of metallo-dependent hydrolases .92
FMN-binding split barrel b.45

GroES-lke 35

OB-fold b.40

Barrel-sandwich hybrid b.84

beta-Trefoil b.42

Mssd-ike b.88

Single-stranded right-handed beta-helix .80
Single-stranded left-handed beta-helix b.81

Herpes virus serine proteinase, assembiin .57

Trypsin-iike serine proteases b.47

beta-Prism | b.77

SMAD/FHA domain .26

H-chain, b4t

LexavSignal peptidase b.87

Gyclophilin (peptidylprolylisomerase) b.62

PDZ domain-like b.36

FAS1 domain b.118

N-terminal domain of Muthl-like DNA repair proteins b.113
Ribosomal protein L14  b.39

PEBP-like b.17

Cupredoxin-like b6

PH domain-ike .55

Mannose 6-phosphate receptor domain b.64

Carbonic anhydrase b.74

riple barrel .65

FMT C-terminal domain-like .46

Hedgehog/intein (Hint) domain b.86

Acid proteases b.50

Double psi beta-barrel b.52

ValRS/lleRS/LeURS editing domain .51

open-sided beta-meander .76

E2 regulatory, transactivation domain .91
gamma-Crystallin-like .11

Epsion subunit of F1FO-ATP synthase N-terminal domain .93
HSP20-lke chaperones b.15

Oncogene products .63

ISP domain b33

TRAF domain-like b8

Lipocalins 560

Streptavidin-like .61

b43
Domain of alpha and beta subunits of F1 ATP synthase-like .49
PK beta-barrel domain-iike b.58
EF-TuleEF~1alphalelF2-gamma C~terminal domain b.44
Urease metallochaperone UreE, N~terminal domain b.107
HSP40/DnaJ peptide-binding domain b.4

SHa-iike barrel b.34

Sm-ike fold b.38

Transcription factor I1A (TFIIA), N-terminal domain .56
WW domain-like .72

Viral coat and capsid proteins .10

Viral protein domain .19

Nucleoplasmin/PNGase F-ike b.13

Galactose-binding domain-ike b.18

TNF-ike b.22

‘Spermadhesin, CUB domain b.23
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QUERY FOLD

TIM bete/alpha-barrel c.1
Cellulases c.6

Leucine~rich repeat, LRR (fight-handed beta-alpha superhelix) c.10
nase c.14

Ribosomal proteins L15p and L18e c.12

PFL-lke glycyl radical enzymes .7

Amidase signature (AS) enzymes c.117

Aconitase iron-sulfur domain ¢.83

CoA-dependent acyltransferases ¢.43

AraD-lke aldolase/epimerase ¢.74

DHH phosphoesterases ¢.107

P-loop containing nucleotide triphosphate hydrolases ¢.37
Chelatase-like .92

Restriction endonuclease-like ¢.52

Ribonuclease H-like motit .55

arstar-iike .9

Periplasic binding protein-iike Il .94

Akaline phosphatase-iike ¢.76

Gyldine deaminase-like .97

joredoxin fold ¢.47

PLP-dependent transferases c.67

Formate dehydrogenase/DMSO reductase, domains 1-3 ¢.81
Ribosomal protein L4 ¢.22

ALDH-iike c82

Isocitrate/lsopropylmalate dehydrogenases ¢.77

EP carboxykinase N-terminal domain ¢.109

EP carboxykinase-ike .91

Nucleotide-diphospho-sugar transferases .68

Tryptophan synthase beta subunit-like PLP-dependent enzymes ¢.79
The *swivelling* beta/betalalpha domain G.68

MurF and Hprk N-domain-iike .98

Phosphoglycerate kinase .86

(Phosphotyrosine protein) phosphatases Il ¢.45

Phosphoglycerate mutase-like ¢.60

inydrofolate reductases .71

Phosphoglucomutase, first 3 domains .84

‘Thiolase-like ¢.95

Undecaprenyl diphosphate synthase ¢.101

Carbamate kinase-iike ¢.73

627
66
Ribokinase-like .72

UDP-Glycosyltiansferase/glycogen phosphorylase ¢.87

Nucleoside hydrolase ¢.70

Phosphosugar isomerase ¢.35

CoA transferase

SurE-like c.106

DNA glycosylase c.18

Anticodon-binding domain-iike ¢.51

Nicotinate (CobT) 39
Spollaa-iike ¢.13

‘Thiamin diphosphate-binding fold (THDP—binding) ¢.36
Subtiisin-like ¢.41

Caspase-like c.17

Periplasmic binding protein-like | ¢.93
Phospholructokinase .89

Arginaseldeacetylase c.42

) 50
Phosphorylase/ydrolase-iike ¢.56

hajbeta-Hydrolases .69

BRCT domain c.15

SIS domain ¢80

PRTase-like .61

FabDllysophospholipase-like c.19

Rhodanese/Cell cycle control phosphatase ¢.46

Adenine nucleotide alpha hydrolase-ike ¢.26

olvase-iike ¢.53

Aminoacid dehydrogenase-lie, N-terminal domain
‘Thiamin pyrophosphokinase, catalytic domainc.100
Cryptochromelphotolyase, N-terminal domain .28

Ferredoxin reductase-like, G~terminal NADP-linked domain .25
Methylglyoxal synthase-lie ¢.24

PreATP—grasp domain .30

Leucine

&

alpharbe
DHS-like NAD/FAD-binding domain ¢.31

YonN-like c.114

FADINAD(P)-binding domain ¢.3

Nucleotide-binding domain ¢.4

Pyruvate kinase G~terminal domain-like ¢.49
MurD-like peptide ligases, peptide-binding domain ¢.59
Lumazine synthase c.16

Molybdenum cofactor biosynthesis proteins ¢.57
Phosphotyrosine protein phosphatases I-like .44

TK G-terminal domain-like ¢.48

NAD(P)-binding Rossmann-fold domains ¢.2

Cysteine hydrolase ¢.33

Tubuiin, GTPase domain ¢.32

DFP DNAJpantothenate metabolisr flavoprotein .34
Flavodoxin-iike ¢.23

VWA-like ¢.62

Formylransferase ¢.65

MurCD N-terminal domain ¢.5
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QUERY FOLD

ATP- d142
(CAR synihass-ie. 0143

Proteininase. ke (PKCiike) o144

Class II 2aRS and biotin synthetases d.104

Ribosomal protein S5 domain 2-like .14
CO dehydrogenase vlavopm:em C-domain_like d.87
rolaseriice” ¢ 153

ibosylation d.166
Non-globular aphasbeta sybunts of globuiar prmems 518
‘endonucl

& s
Ve g8

Bacilus chnnscma\e mu(‘ase-hke 479

Glyceraldehyde~3-phosphate dehydrogenase- ik domain 481
Coype lectin-like  d.169

resistance i moxygenase 432

ke 0110

a7

beta-haiin-aiphaharin epest o211

A breaking rejoining enzym
Avgininosueinalo Synihelas ar domain
e Coraeor- g dom main

ADG synmase

4
d
d
d
q
d

FAD-binding ﬂomzm d

Fibrinogen C~terminal o q

optide demrmylase d

Niic 0xde (NO) synthage oxygenase domain o

iboniicleas d

d
d
d
d
d
a
d
g
d
a1

Lactato & malate dehydrogenases, Sribminal domasn
uxSIMPP-iike metalighydrolase

Ribosome inactvating pratas (M1
Phospholipsse Dinucicass
Moo niblediooediciis
Caeyirarafgragas (e
isoin ke
Thymidylate synthase/dCMP hydroxymelhyiase
Succinato dehydrogenasefumials feducase lavoprien BV dcneaw K2
f'Subuni
mp o131
FoMn supegode dsmutase (SOD), C-tormina) Gomain ‘a4
NBceyImuramoyl-Lalarine amidase-tke di18
et betaaphas poveller ¢ 120
M (hvcrony 258 reuion Boteln_ 4187
fonooxygenase (hydroxylase) requlaiory protein
v MugN evﬁna\ oy Sten, o7
malproion (5 377
Paniciln binding protein TG cRusl Somaih. o175
Malidug e ransportr AcrB TolC gocking doa: BN ana DC subdomains 225
fanslerase/anion lranspor protei 4112
Aromatic aminoacid monoxygenases. CHaIE an Sigomerzaon damans 4178
Crasp (Wiauitn-like) ‘415
Aphat et bmdmg ol 458

38385988300 3015324858"

o it

Microbial ribonucleases .1
Piin_ d34
Creatinase/aminopeptidase _ d.127
Diaminopmelaig cpmerase 421
©
n

88
SSDNA-binding ranscriptional roquiator domin 418
A bacteriophage capsid protei d85

ke d.217

VI8 T 00

101
MHC antigen fecogniion domain ¢19
Bactericidal permeabiy_ncreasing protein, BPI 383
lutamine synthasels uamdo hace 158
Substate-binding domaln Of VG- CoR reduclace. 179
tion caperono. ke £

~doman.i

e
a5
Methinine syrihase acivation domain ik6. o 173
NAGH oxdasefavin resuciase 3,90

ike
Transcription factor NusA, N-terminal domain- d.202
Rileotyiransierase. d 213

Orignof repication-biading domain 130 ke “d 8
0 honasse d s
PREIANA syntstase o dmuna\ domain-like .67
Insertsubdomain of RNA palymergse alpha subunit” o, 81
S inal domain 6,212
& domain 2-1iko ‘d
Elongation factor Ts (EF-Ts), dimerisation domain o
Tfold d.
Ribosomalproten L30p1 70 d
NAZbindng agmain d
dsf g
Sulte reductass hemoprotein (SIRHP), domains 2 and 4 d
ike

N domain of copper amine oxidase_ ke

WTH1358 e a2
Probable bacterial sffector-binding doman
Ribosomal proten 8 ' .1 &
4-phosphopantethainyl rangletase. o
FP-iike .22
Thioesterasefthiol ester dehydrase-isomerase d 38
Teelike 12
FAD-linked reductases, C- al domain 016
alprajbota-i ammorhoa
urB. i Gomain o145
Fransiation infiation mmr ©iFde 486
DNase I-like 4151
Nitrilase/N-carbamo) My —aminoacid amidoh dvn\ass 6160
et

Uridine diph

- dependent phos 4159
oo protame (23 ahe L3 2e 412

g endoricloase:| lic doe

4208

GlF1-ike 64

Enolase N-terminal oman-Ike. 54

ibosomal protein L22 .55

goien 2 (obo-2x) i

1-2 amiy of serind proogse nhibiors 640

S-adenosyimethionine syniisiass. d 139

raseMIF 4.80

Aphacivic protoase prodomaln ke 452

Signal recogniion paricl alu HNA biing hoteradmr. S 29

o GIoE! mevmedlatedorgamhked
fthi S03p10; Appendage domain
P e i LE G181
Eukaryotc type KH-domai (oKH-doma)
Ssgal e

okl
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QUERY FOLD

Prismane protein-|

e e26
DNA/RNA polymerases .8

Firefly luciferase-like .23

Heme-linked catalases e.5

Type Il DNA topoisomerase .11
Sect/munctB-like (SM) proteins e.25
beta-Lactamase/D-ala carboxypeptidase ©.3
Prokaryotic type | DNA topoisomerase €10
Serpins e.1

Acyl-CoA dehydrogenase NM domain-iike e.6
Nickel-iron hydrogenase, large subunit .18
ADP ribosyl cyclase-like .4

Ribosomal protein L1 e.24

D-aminoacid aminotransferase-like PLP-dependent enzymes e.17
YebC-like e.39

Sugar phosphatases .7

Ku heterodimer subunits .31

Dehydroquinate synthase-like .22

Transmembrane beta-barrels 1.4

Lipovitellin-phosvitin complex; beta-sheet shell regions 1.7

Toxing’ membrane translocation domains 1.1

Single transmembrane helix 123

Heme-binding four-helical bundle 21

Bacterial photosystem Il reaction centre, L and M subunits 1.26
Aquaporin-like .19

Viral glycoprotein, central and dimerisation domains 1,10

Leukocidin (pore-forming toxin) 1.6

transporter AcrB 135

Transmembrane helix hairpin £.17

14 kDa protein of complex (Ubiq 127
Family A G protein-coupled receptor-like 1.13
Cytochrome c oxidase subunit I-fike 1.24
Cytochrome c oxidase subunit lli-iike 1.25
Voltage-gated potassium channels .14,

Nonheme 11 kDa protein of

‘complex (Ubia 128
Glucocorticoid receptor-ike (DNA-binding domain) .39
FYVE/PHD zin finger .50

Cysteine-rich domain .49

RING finger domain, C3HC4 g.44

G2H2 and C2HC zinc fingers .37

Hairpin loop containing domain-like g.10

Snake toxin-like g.7

BPTi-ike 98

Kiingle-like g.14

OvomucoidPCI-1 like inhibitors g.15
Rubredoxin-like .41

Zn2/Cys6 DNA-binding domain .38
Cystine—knot oytokines .17
HIPIP (high potental ron protein) g.35
Zn-binding domains of ADDBP .51
Inhibitor of apoptosis (IAP) repeat .52
TAZ domain g.53
Serine proterase infibitors g.22
TNF receptor-like g.24
Defensin-like g.9

Knottins (small inhibitors, toxins, lectins) ¢.3
Complement control module/SCR domain g.18
Fibronectin type | module 9.27

PMP inhibitors 9.4

Zine-binding domain of translation initiation factor 2 beta g.59
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QUERY FOLD

Non-globular all-alpha subunits of globular proteins a.137
Multiheme cytochromes .138
a.10

Met repressor-iike a.43
GTPase activation domain, GAP a.116

alpha-alpha superhelix a.118

Heme-dependent peroxidases a.93

~aspartase-like 127

Phospholipase A2, PLAZ 2133

alphaalpha toroid 2102

Serum albumin-ike a.126

tochrome ¢ 2.3

Avius capsid protei apha-helal doman. 115

Cytochrome P450 2104

Methyl-coenzyme M reductase alpha and beta chain C-terminal domain a.89
glycosylase 296

Terpenaid synthases .12

Coptoctromephatalase FA g domain 2.99

lear receptor coactivator m(ev\ockmg omin 2155

Aldehydo forodosin oxidoroductase, Ctorminl domains 2110

DNA repair protein MutS, domain lll a.113

Nuclear receptor ligand-binding domain .123

lobin-|

i-copper centre-containing domain .86

Acid phosphatase/Vanadium-dependent haloperoxidase .11
Lipoxigenase a.119

Citrate synthase 2.103

GroEL equatorial domain-like chaperone equatorial domain 2129
Phospholipase C/P1 nuclease a.124

Acyl cartier protein-like .28

EF Hand-lke a.39

Putative DNA-binding domain 2.6
Feriiization protein a.19
Left-handed superhelix 2.69
Doutle Gp-N mot 2174

An domain of class |
‘Domain of poly(ADP~ribose) pulymevase o

o of G- arolo sgnaling AGS 2 2o

Tarsoyoln aprossor-e, C-termialcomalt 8121

rismate mutase Il 2.130

HMG-box a.21

Histone-fold a.22

IHF-iike DNA-binding proteins 2.5

Helix-ioop-helix DNA-binding domain .38

S-like 2105

RNA polymerase sigma subunit a.112

ONARNA-inding -elcalburde 24

M domain-like

Retoira maix proteins  a. o

Cyclin-lke a.74

Anttermination factor NusB a.79

Acyl-CoA binding protein-like a.11

Guanido kinase N-terminal domain .83

lambda repressor-like DNA-binding domains a.35

EATH domain 2.7

LEM/SAP HeH motif a.140

$13-like H2TH domain a.156

PGBD-like a.20

ke a.40
~reguiatory domain, PRD a.142

RNase ll endonuclease catalytic domain_a.149

Ru
Prtazoan pheromone proteins .10

x domain 2158

ADNA-biding domainn ey transaription factors 237

r 3-helical bundle a.159

\pep(lde binding domain 2,36

co dehydmgenase ISP C~domain like 256

Heme oxygenase a.132

Ferrtin-like .25

DBL homology domain (DH~domain) a.87

romodomain-like a.29

-helical cytokines 2.26

‘Transducin (alpha subunit), insertion domain 2,66

i~cb like 2.48

Four-helical up-and~down bundle a.24

Retrovirus capsid protein, N-terminal core domain .73

DNA polymerase Il clamp loader subunits, C~terminal domain a.80
Apolipophorin-Iil 263

Open tres-alal p-anc-down bundle 223

subclass of class tases a.27
Glutathione S-transferase (GST), C~terminal domain a.45
Methionine synthase domain-like 8.46
Bifunctional inhibitor/ipid-transfer protein/seed storage 25 albumin  a.52
Annexin a.65
Hemocyanin, N-terminal domain .85

sin-li

Saposi
P29 C domain-like .71

SISNS! A iningdomaty 318

Lo dpracnaipin 2.2

TAT-liko .47

Soecin eposilhe 57

Disulphide-bond formation facilftator (DSBA),insertion domain 2,44
immunoglobulin/albumin-binding domain-like a.8
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QUERY FOLD

6-bladed beta-propeller .68
7-bladed beta-propelier .69

4-bladed beta-propeler b.66

5-bladed beta-propeller .67

8-bladed beta-propeller b.70

Immunoglobulin-like beta~sandwich b.1

Common fold of diphtheria toxinftranscription factors/cytochrome f b2
Prealbumin-ike b3

G2 domain-like b7

Lipaseflipooxygenase domain (PLAT/LH2 domain) b.12
Hyaluronate yase~iike, C-terminal domain b.24
alpha-Amylases, C-terminal beta~sheet domain b.71
Phage tai proteins b.106

beta-clip .85

Double-stranded beta-helix b.82

Supersandwich .30

Virus attachment protein .21

Triple beta-spiral b.83

N-terminal domains of the minor coat protein g3p .37
Ribosomal protein L25-like b.53

Goncanavalin A-iike lectinsiglucanases b.29

‘Composite domain of metallo-dependent hydrolases .92
FMN-binding split barrel b.45

GroES-lke 35

OB-fold b.40

Barrel-sandwich hybrid b.84

beta-Trefoil b.42

Mssd-ike b.88

Single-stranded right-handed beta-helix .80
Single-stranded left-handed beta-helix b.81

Herpes virus serine proteinase, assembiin .57

Trypsin-iike serine proteases b.47

beta-Prism | b.77

SMAD/FHA domain .26

H-chain, b4t

LexavSignal peptidase b.87

Gyclophilin (peptidylprolylisomerase) b.62

PDZ domain-like b.36

FAS1 domain b.118

N-terminal domain of Muthl-like DNA repair proteins b.113
Ribosomal protein L14  b.39

PEBP-like b.17

Cupredoxin-like b6

PH domain-ike .55

Mannose 6-phosphate receptor domain b.64

Carbonic anhydrase b.74

riple barrel .65

FMT C-terminal domain-like .46

Hedgehog/intein (Hint) domain b.86

Acid proteases b.50

Double psi beta-barrel b.52

ValRS/lleRS/LeURS editing domain .51

open-sided beta-meander .76

E2 regulatory, transactivation domain .91
gamma-Crystallin-like .11

Epsion subunit of F1FO-ATP synthase N-terminal domain .93
HSP20-lke chaperones b.15

Oncogene products .63

ISP domain b33

TRAF domain-like b8

Lipocalins 560

Streptavidin-like .61

b43
Domain of alpha and beta subunits of F1 ATP synthase-like .49
PK beta-barrel domain-iike b.58
EF-TuleEF~1alphalelF2-gamma C~terminal domain b.44
Urease metallochaperone UreE, N~terminal domain b.107
HSP40/DnaJ peptide-binding domain b.4

SHa-iike barrel b.34

Sm-ike fold b.38

Transcription factor I1A (TFIIA), N-terminal domain .56
WW domain-like .72

Viral coat and capsid proteins .10

Viral protein domain .19

Nucleoplasmin/PNGase F-ike b.13

Galactose-binding domain-ike b.18

TNF-ike b.22

‘Spermadhesin, CUB domain b.23
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QUERY FOLD

T botephe-barel o1
lulases .6

Leucine~rich repeat, LRR (fight-handed beta-alpha suparha\lx) c10
nase c.14

Ribosomal proteins L15p and L18e c.12
PFL-lke glycyl radical enzymes .7

Amidase signature (AS) enzymes c.117

nitase iron-sulur domain ¢.83

CoA-dependent acyltransferases ¢.43
AraD-lke aldolase/epimerase ¢.74

H phosphoesterases ¢.107

P-loop containing nucleotide triphosphate hydrolases ¢.37
Chelatase-like .92

Restriction endonuclease-like ¢.52
Ribonuclease H-like motit .55

arstar-iike .9

Periplasic binding protein-iike Il .94

Akaline phosphatase-iike ¢.76

Gyldine deaminase-like .97

redoxin fold c.47

PLP-dependent transferases c.67

Formate dehydrogenase/DMSO reductase, domains 1-3 .81
Ribosomal protein L4 ¢.22

ALDH-iike c82

Isocitrate/lsopropylmalate dehydrogenases ¢.77
P carboxykinase N-terminal domain ¢.109
PEP carboxykinase-like c.91
Nucleotide-diphospho-sugar transferases .68
Tryptophan synthase beta subunit-like PLP-dependent enzymes ¢.79
The *swivelling* beta/betalalpha domain G.68
MurF and Hprk N-domain-iike .98
osphoglycerate kinase ¢.86

(Phospho\ymsme prmtm} phosphatases Il .45
hoglycerate mutase-ike ¢.60

S hycroloate reduciases 071
Phosphoglucomutase, first 3 domains .84
‘Thiolase-like ¢.95

Undecaprenyl diphosphate synthase ¢.101
Carbamate kinase-iike ¢.73

627
66
Ribokinase-like .72

UDP-Glycosyltransferaselglycogen phosphorylase ¢.87

Nucleoside hydrolase ¢.70

Phosphosugar isomerase ¢.35

CoA transferase

SurE-like c.106

DNA glycosylase c.18

Anticodon-binding domain-iike ¢.51

Nicotinate (CobT) .39
Spollaa-iike ¢.13

‘Thiamin diphosphate-binding fold wnnv binding) ©.36

pn-ike ¢41

se-like .17

perpasriciing ot iko | 693

Phospholructokinase .89

Arginaseldeacetylase c.42

Leucine A 50
Phosphorylase/ydrolase-iike ¢.56

hajbeta-Hydrolases .69

BRCT domain c.15

SIS domain ¢80

PRTase-like .61

FabDllysophospholipase-like c.19

Rhodanese/Cell cycle control phosphatase ¢.46

Adenine nucleotide alpha hydrolase-ike ¢.26

ase-ike ¢.53

Aminoacid dehydrogenase-iike, N-terminal domain ¢.58

‘Thiamin pyrophosphokinase, catalytic domainc.100
Cryptochromelphotolyase, N-terminal domain .28

Ferredoxin reductase-like, G~terminal NADP-linked domain .25
Methylglyoxal synthase-iike c.24

PreATP—grasp domain .30

ATC-like .78

HAD-like ¢.108

iphatbeta knot c.116

DHS-iko NAD/FAD- blnﬂmg domain .31

YonN-like c.114

FADINAD(P)-binding domain ¢.3

Nucleotide-binding domain ¢.4

Pyruvate kinase G~terminal domain-like ¢.49

MurD-like peptide ligases, peptide-binding domain ¢.59

mazine synthase c.16

Molybdenum cofactor biosynthesis proteins ¢.57

Presphatyosine prtenprospnatases ke .44

rminal domain-like c.48

NAD(P)- blnﬂmg Rossmann-{okd domains ©2

Cyste hyiiaze ¢33

Tubuiin, GTPase domain ¢.32

DFP DNAJpantothenate meabotam flavoprotein ¢34

Flavodoxin-iike ¢.23

VWA-like ¢.62

Formylransferase ¢.65

MurCD N-terminal domain ¢.5
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d142
(CAR symteet ke 4145

Protein kinase-ike (PK-like) d144

Class II 2aRS and biotin synthetases d.104

Ribosomal protein S5 domain 2-like .14
CO dehydrogenase vlavopm:em C-domain_like d.87
rolseclie” 0153

ATPase domain of

4186
Non-globular aphasbeta sybunts of glubu\av prmems Jisd
s+ finger endonuc a4

Cyster temases a3

inike d.52

ke~ d.f7

©
FKBP-ike 4.26
RPBS5-like RNA polymerase subunit_ .78

Bacillus chorismate mutase-iike d.70
Giyosraldahyds-3-phosphate dehycrogensse-iike, -lerminal doman 1

lectin-like d.169
resistance ey moxygenase 432
ke 0110

17

beta-hairpn-aipha-hain sgpeat’ o511

DNA breaiing: rejoming enzymes o
Argininosuceinale synhetas inal domain
e Coracor g dom main

ADC symnase

-binding o ﬂomam
Fibrinogen C~t Iarmna

Popiide demrmylase

Niric oxide (NO) synthase oxygenase dormain

lclease
Lactato & malato dehycio enaser, S-iarero) doman
uxSIMPP-iike me«auuhydvo\aw

Ribosome inactvating protans (RIF)

Phospholipase Dinuciease

Metatorydrolaselodoreduciass

~acyransigrases (Nai)

isolin-like

Thymicyte srynmase/acw hycroxymetnyiase
ictase flavoprol

RUBISCO, small subunit

SRER

d
d
d
d
d
d
d
d
d
d

e §
d
d
d
d
g
q-
d
d
g
d
o

m
FoMn supegode dsmutase (SOD), C-tormina) Gomain ‘a4
NBceyImuramoyl-Lalarine amidase-tke di18
et betaaphas poveller ¢ 120
M (hvcrony 258 reuion Boteln_ 4187
fonooxygenase (hydroxylase) requlaiory protein
v ng evm?na\ oy Sten, o7
malproion (5 377
Paniciln binding protein TG cRusl Somaih. o175
Multicrug efflx iransporter AcrB TolG, Gocking doman: DN and DG subdomains d.223
Phoshojanslerase/anion ranspor protei G112
@ ot oo domains o178
Do Grasp (upautin-1ke) 915
Alphat s bmdmg ol 458

Microbialibonucleass. o1
Greatinaselamincpeptidase o127
Diaminopmeaig epmerase 21

i
ds8

SSDNA-binding ranscriptional roquiator domin 418
A bacteropfiage capsid profemn .05

ke d.217

VI8 T 00

101

Uridine

en fecogniion domain ¢.9
Bacteicidal gormestincroaasg oS B

lulgmine syniace 360 finace. o 128

Substate-binding domaln Of VG- CoR reduclace. 179
retion chaperone-ike

~domai. i

e il
Methionine synthase activation domain-like  d.173
NAGH oxdasefavin resuciase 3,90

Transcription factor NusA, N-terminal domain- d.202
Nucleotidyitransierase d.218

Orign o replcation-binding domain, HBD-ke 'd 8

pepidase d
PREIANA syntstase o dmuna\ domain-like .67
Insertsubdomain of RNA palymergse alpha subunit” o, 81
S inal domain 6,212

$ comain 2-1ko

Elongation factor Ts (EF-Ts), dimerisation domain o
Tfold d.

Ribosomalproten L30p1 70 d

NAZbindng agmain d

dsf g
Sulte reductass hemoprotein (SIRHP), domains 2 and 4 d
Cike
N domain of copper amine oxidase.ie

WTH1Ao8 e 4 2
Probable bacterial sffector-binding doman
Ribosomal protein S8 dI

P ike
4=phosphopanttheiny translerass. o]
phosphop v FP—like d.22

Thioesterasefthiol ester dehydrase-isomerase d 38
TBP-lke_ d.120

rminal domain d.
ha/beta—Hammemead
minal domain- d.146

Fmion usoR i, Sde d 8
Nase |-iike 4151
NiiaselN-—carbamoyl D-aminoacd amidohydrolase  ¢160
etaHnAeDendem phosphatases
lbosomal proteins L2:
gendonuclease hke

Enolase N-terminal dorain-lig

ibosomal protein L22
P glosin 2x (oop-2x).
1-2 famly of serns protegse nhbiors

89525

S-adenosyimethionine syniieia
rasoiE

Aphacivic protoase prodomaln ke 452

Signal recogniion paricl alu HNA biing hoteradmr. S 29
e negias domain ke Se

lathiin adaptor appendage domaln d 105

Ribosomal p mHePnLE gt

Eukaryotc type KH-domain (eKH: doma 0 n
DCoH-i

Spaike
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Prismane protein-like €.26
DNA/RNA polymerases .8

Firefly luciferase-like .23

Heme-linked catalases e.5

Type Il DNA topoisomerase .11
Sect/munctB-like (SM) proteins e.25
beta-Lactamase/D-ala carboxypeptidase ©.3
Prokaryotic type | DNA topoisomerase €10
Serpins e.1

Acyl-CoA dehydrogenase NM domain-iike e.6
Nickel-iron hydrogenase, large subunit .18
ADP ribosyl cyclase-like .4

Ribosomal protein L1 e.24

D-aminoacid aminotransferase-like PLP-dependent enzymes e.17
YebC-like e.39

Sugar phosphatases .7

Ku heterodimer subunits .31

Dehydroquinate synthase-like .22

Transmembrane beta-barrels 1.4

Lipovitellin-phosvitin complex; beta-sheet shell regions 1.7

Toxing’ membrane translocation domains 1.1

Single transmembrane helix 123

Heme-binding four-helical bundle 21

Bacterial photosystem Il reaction centre, L and M subunits 1.26
Aquaporin-like .19

Viral glycoprotein, central and dimerisation domains 1,10

Leukocidin (pore-forming toxin) 1.6

transporter AcrB 135

Transmembrane helix hairpin £.17

14 kDa protein of complex (Ubiq 127
Family A G protein-coupled receptor-like 1.13
Cytochrome c oxidase subunit I-fike 1.24
Cytochrome c oxidase subunit lli-iike 1.25
Voltage-gated potassium channels .14,

Nonheme 11 kDa protein of

‘complex (Ubia 128
Glucocorticoid receptor-ike (DNA-binding domain) .39
FYVE/PHD zin finger .50

Cysteine-rich domain .49

RING finger domain, C3HC4 g.44

G2H2 and C2HC zinc fingers .37

Hairpin loop containing domain-like g.10

Snake toxin-like g.7

BPTi-ike 98

Kiingle-like g.14

OvomucoidPCI-1 like inhibitors g.15
Rubredoxin-like .41

Zn2/Cys6 DNA-binding domain .38
Cystine—knot oytokines .17
HIPIP (high potental ron protein) g.35
Zn-binding domains of ADDBP .51
Inhibitor of apoptosis (IAP) repeat .52
TAZ domain g.53
Serine proterase infibitors g.22
TNF receptor-like g.24
Defensin-like g.9

Knottins (small inhibitors, toxins, lectins) ¢.3
Complement control module/SCR domain g.18
Fibronectin type | module 9.27

PMP inhibitors 9.4

Zine-binding domain of translation initiation factor 2 beta g.59
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